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Proper Citation

GOToolBox Functional Investigation of Gene Datasets (RRID:SCR_003192)

Resource Information

URL.: http://genome.crg.es/GOToolBox/

Proper Citation: GOToolBox Functional Investigation of Gene Datasets
(RRID:SCR_003192)

Description: The GOToolBox web server provides a series of programs allowing the
functional investigation of groups of genes, based on the Gene Ontology resource. The web
version of the GOToolBox is free for non-commercial users only. Users from commercial
companies are allowed to use the site during a reasonable testing period. For a regular use
of the web version, a license fee should be paid. We have developed methods and tools
based on the Gene Ontology (GO) resource allowing the identification of statistically over- or
under-represented terms in a gene dataset; the clustering of functionally related genes within
a set; and the retrieval of genes sharing annotations with a query gene. GO annotations can
also be constrained to a slim hierarchy or a given level of the ontology. The source codes are
available upon request, and distributed under the GPL license. Platform: Online tool

Abbreviations: GOToolBox

Synonyms: GOToolBox - Functional Investigation of Gene Datasets, GOToolBox :
Functional Investigation of Gene Datasets

Resource Type: software resource, service resource, source code

Defining Citation: PMID:15575967

Keywords: gene, annotation, statistical analysis, slimmer-type tool, function, cluster, gene
association, gene ontology

Funding: Action Bioinformatique inter-EPST ;
French Ministere de I'Education de la Recherche et de la Technologie ;
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Fondation pour la Recherche Medicale

Availability: Free for academic use

Resource Name: GOToolBox Functional Investigation of Gene Datasets
Resource ID: SCR_003192

Alternate IDs: nif-0000-30623

Old URLs: http://burgundy.cmmt.ubc.ca/GOToolBox/

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250420T015458+0000

Ratings and Alerts

No rating or validation information has been found for GOToolBox Functional Investigation of
Gene Datasets.

No alerts have been found for GOToolBox Functional Investigation of Gene Datasets.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 34 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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